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Itga2b
TTCCAACCAGCGCTTCACCT TGCTCGGATCCCCATCAAAC
Itgb3
TCCTCCAGCTCATTGTTGATGC AGGCAGGTGGCATTGAAGGA
Runx1
CTCCGTGCTACCCACTCACT ATGACGGTGACCAGAGTGC
Spi1
GGGATCTGACCAACCTGGA AACCAAGTCATCCGATGGAG
Itgam
TACAGCACAAGCCGGTGTC GGACAGGCCCAAGGACATA
Mpo
TACATGTGGCCCTAGACCT GCAGGTGTCAACACATCTG
Acta2
AGGCACCACTGAACCCTAAG CACAGCCTGAATAGCCACAT
Cdh2
ATCAACAATGAGACTGGGGACATCA CTTCCATGTCTGTGGCTTGAA Serpine1 AAAACCCGGCGGCAGATCCA
CTTGTTCCACGGCCCCATGA
Snai1
GAAGATGCACATCCGAAGC GAATGGCTTCTCACCAGTG
Snai2
GACACATTAGAACTCACACTGG AAAGCCCTATTGCAGTGAG Supplementary Table S10 B. Box plots comparing the expression of endothelial genes Cdh5, Kdr and Pecam1 between the 3 populations in A. C. Box plots comparing the expression of haematopoietic transcription factors Runx1, Myb and Gata1 between the 3 populations in A. The box plots were generated from 3 independent experiments. For each plot, the top and bottom box edges correspond to the first and third quartiles. The black line inside the box represents the median. The top and bottom whisker lines mark the maximum and minimum values of the data set, respectively. The corresponding p-values were calculated with Student's t-test (Supplementary Table S1 ). VE-Cad + CD41 -population: * "Control" versus "+Dox" p-value = 0.013 (n=3); * "Control" versus "SB431542" p-value = 0.024 (n=3); VE-Cad -CD41 + population: * "Control" versus "+Dox" pvalue = 0.02 (n=3). C. Quantification of the number of round cells generated during time-lapse imaging in the 2 indicated conditions. Each value represents the mean of the number of round cells for 9 areas of the same well. Quantification of the number of round cells generated during time-lapse imaging in the 2 indicated conditions. Each value represents the mean of the number of round cells for 7 areas of the same well. D. Box plots comparing the expression of haematopoietic genes between the 2 conditions. The box plots were generated from 3 independent experiments. For each plot, the top and bottom box edges correspond to the first and third quartiles. The black line inside the box represents the median. The top and bottom whisker lines mark the maximum and minimum values of the data set, respectively. The corresponding p-values were calculated with Student's t-test (Supplementary Table S9 ). Figure S8 . q-RT-PCR validation of genes found differentially expressed after activation of the TGFβ pathway. A. Box plots comparing the expression of vasculature related genes between the Activator, Control and Inhibitor conditions in EC, Pre-HPC and HPC populations. B. Box plots comparing the expression of EMT genes between the Activator, Control and Inhibitor conditions in EC, Pre-HPC and HPC populations. The box plots were generated from 3 independent experiments. For each plot, the top and bottom box edges correspond to the first and third quartiles. The black line inside the box represents the median. The top and bottom whisker lines mark the maximum and minimum values of the data set, respectively. The corresponding p-values were calculated with Student's t-test (Supplementary  Table S1 ).
Supplementary
Supplementary Table Legends
Supplementary Table S1. P-values from T-test for the q-RT-PCR results shown in Figure  1, Supplementary Figure S1 and Supplementary Figure S8 . The p-values were calculated with a T-test (2 tails, type 3) on 3 independent biological replicates. The p-values below 0.05 are marked in red. Table S2 .xlsx". This file contains 3 spreadsheets. The first one contains all secretome data. The second contains the list of proteins found with a fold discovery rate (FDR) of 5% in at least 2 replicates. The third contains the list of proteins found with a fold discovery rate (FDR) of 5% in 3 replicates. Table S3 Table S6 .xlsx". This file contains the results of the DAVID gene ontology analysis of the genes down-regulated between inhibitor (SB431542) and control samples. Figure  5 . The p-values were calculated with a T-test (2 tails, type 3) on 4 independent biological replicates. The ones below 0.05 are marked in red. 
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Supplementary Table S7. P-values from T-test for the q-RT-PCR results shown in
Supplementary
